Input'file Fbh62112FL.seq; Output File 62112. trans 
Seouenc length 2452 

MSG 3 

CGTt?TGTGT^JTCCCTGCGGCGCTAAGAAG<KX^GACTGAGOCTGAGGCT^3GGGAACATCGGGCAGC ATG AGC GGC ^ 

tSc <£; ctc ttc ck cgc acc aJg ^««i«4™^cUo?c4 11 

ACC CCG AAC CGG CGG CTA CTG CGC A^C AGO CCG CCT CTA CGA gSt TTC GCC AAA GAG CTT 129 

& CTA GGC AAA A^C AAC AAG AAA . GAA CTT TTC CCA TTT CCA GAA GTT A^C cXa GAT gL lS 

CTT AAT GAA a£c AAT CAG TTC TTG GGA CCC GTG GAA AAA TTC TTC ACT GAA GAC GTG GAC 2^1 

^tcdETLEKLKS 103 

TCC CGA AAA ATT GAC CAG GAA GGG AAA ATC CCA GAT GAA ACT TTG GAG AAA «» ™ |« 

CTA GGG CTT TTT GGG CTG CAA GTC CCA GAA GAA TAT GGT GGC CTG GGC TTC TCC AAC ACC HI 

n G S iTVTLA 143 

M Y S R I» <3 E I * »^ J£r rAT GGG TCC ATC ACT GTG ACC CTG GCA 429 
ATG SAC TCA AGA CTA GGG GAG ATC ATC AGC ATG GAT GGG TCU 

^^cL^ATTG^CTCAAGO^ l 2 

^ic ^ CCT AAA C^G GCG tSc GGG GAG CAC aJt GCA GCC ^C oSc |« 

GCC QtfGT GGG AGC GAT GCA GCC A ATC CGG AGC AGA GCC ACA CTA AGT GAA GAC AAG AAG SSI 

tjGGLANIF 223 

CACSAC ATC CTC AAT GGC TCC AAG GTC TK3G ATT ACT AAT GGA GGA CTG GCC AAT ATT TTT SSS 

^ or^rqVKDKlT 243 

ACtBtG TTT GCA AAG' ACT"GAG GTC'GTT GAT- TGT-GAT- GGA AAA. GAC AAA ATCACA ^ 

O^A&C ATA GTA GAA AGA GAC TTT GGT GGA GTC ACT AAT GGG AAA CCC GAA GAT AAA TTA ?S 

GGC ATT CGG GGC TCC AAC ACT TGT GAA GTC CAT TTT GAA AAC ACC AAG ATA CCT GTG GAA .„ 

XAC ATC CTT GGA GAG GTC GGA GAT GGG TTT AAG GTG GCC ATG AAC ATC CTC AAC AGC ^ 

CQg TTC AGC ATG GGC AGC GTC GTG OCT GGG CTG CTC AAG AGA TTG ATT GAA ATG ACT GCT ^ IS 

«t QEFGLIQ 343 
GAG TAC GCC ^GC ACA AGG AAA CAG TTT AAC AAG AGG CTC AGT GAA TTT GGA TTG 

GAG AAA TTT GCA CTG ATG GCT CAG AAG GCT TAC GTC ATG GAG AGT aSg ACC TAC CTC ACA 1.., 

^otEAAMVK 383 

A G M I» D Q P ^ „L ^ fi «r TCC ATC GAG GCA GCC ATG GTG AAG 1149 

GCA GGG ATG CTG GAC CAA CCT GGC TTT CCC GAC TGC TCC Aiv 

. « « « A A W Q C V S E A I. Q I * « * 403 
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m _ r^rv- caG ATC CTC GGG GGC 1209 
GTG TTC AGC TCC GAG GCC GCC TGG CAG TGT GTG ACT GAG GCG CTG CAG Aiv 

_ _ T y r n T R I L L 423 

^ TAC ACA ^ «C TAT clo TAC GAC CGC ATA CTG CGT GAC ACC CGC ATC CTC CTC !«, 

A Jc TTC GAG GGA ACC AAT GAG ATT ck CGG a5g TAC ATC GCC CTG ACG GGT ™» ^ "j 

CCC CCC CGC ATC CTG ACT ACC AOO ATC CAT GAG CTT AAA CAG GCC AAA GTG AGC ACA GTC All 

CRTVDLGL 483 

ATG CAT ACC GTT GGC CGG AGG CTT CGG CAC TCC ck GGC CGA ACT GTG GAC -CTG GGG CTG 1«. 

ACA GGC AAC CAT gSa GTT GTG CAC CCC AGT CTT GCG GAC AGT GCC AAC AAG 4r GAG g£> All 

MTYCFGRTV E T L L L ^ ^ aaq ACC ATC 1569 
AAC ACC TAC TGC TTC GGC CGG ACC GTG GAG ACA CTG CTG CTC CW. 

mtLiINLYGM 543 

MEEQLVLKR V A N a TAT GGC ATG 1629 
ATG GAG GAG CAG CTG GTA CTG AAG CGG GTG GCC AAC ATC CTC ATC ^ 

T GLR N HDl * ^63 

AC G=GCC GTG CTG TCG CGG GCC AGC CGC TCC ATC, CGC ATT GGG CTC CGC AAC CAC GAC CAC 1689 

tvYLONLFSL 583 

CA&T CTC TTG GCC AAC ACC TTC TGC GTG GAA GCT TAC TTG CAG AAT CTC TTC AGC CTC X749 

5=1 ttoI KKVSQ 603 

tIIcAG C^G GAC AAG TAT GCT CCA GAA AAC CTA GAT GAG CAG ATT AAG AAA GTG TCC CAG X809 



CA^Aic CTT GAG AAG CGA GCC TAT ATC TGT GCC CAC CCT CTG GAC AGG ACA TGC TGA 1866 

G<y^TTGGGATTATCACAGGTTAAGCCTTTTGTTCCCCGTCTGCACCTGAAGGG 
^TTOCAGGTTTTGACCTGCAGGCAGTGCTCTCTAACAGGACCATC 

at&^cccctk^^ 

AGAATATAAAATGTCACAATCTGTGTACTGTTAAAAAAAAAAAAAA 
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Protein Family / Domain Matches, HMMer version 2 



Searching for complete domains in PFAM 

hmmpfam - search a single seq against HMM database 

HMMER 2.1.1 (Dec 1998) 

Copyright (C) 1992-1998 Washington University School of Medicine 

HMMER is freely distributed under the GNU General Public License (GPL) . 



HMM file: 
Sequence file: 



/prod/ddm/seqanal/PFAM/pf am6 . 4/Pf am 
/prod/ddm/wspace/orf anal/oa-script . 26629 . seq 



Query: 62112 



Scores for sequence family classification (score includes all domains) : 
Model Description Score E-value N 





Acy 1 - CoA_dh_M 
1 


Acyl - CoA dehydrogena se 


, middle domain 


153 , 


. 0 


3 . 5e 


-42 




Acyl-CoA_dh 
1 


Acyl-CoA dehydrogenase 


, C-terminal 


dom 


152 . 


. 1 


9 .6e 


-42 




Acyl-CoA_dh_N 
1 


Acyl -CoA dehydrogenase 


, N- terminal 


dom 


73 , 


. 7 


4 . 2e 


-19 


I 1 


Polysac_deacet 
1 


Polysaccharide deacetylase 




-43 , 


. 7 




1 . 8 




Parsed for domains : 
















Model 


Domain seq-f seq-t 1 


timm- f hmm- 1 




score 


E 


-value 






Acyl-CoA_dh_N 


1/1 85 177 . . 


29 132 


-] 


73 . 7 


4 


. 2e-19 




5 . : 


Acyl - CoA_dh_M 


1/1 179 286 . . 


1 106 


[] 


153 .0 


3 


. 5e-42 




ssi : 


Acy 1 - CoA_dh 


1/1 290 441 . . 


1 156 


[] 


152 . 1 


9 


. 6e-42 






Polysac_deacet 


1/1 432 580 . . 


1 150 


[] 


-43 . 7 




1 . 8 





U! 



Alignments of top-scoring domains: 

Acy 1 - CoA_dh_N : domain 1 of 1, from 85 to 177: score 73.7, E = 4.2e-19 
* ->RRvDksgef Palrel ikaLgqlGllginvPEeyGGaGad . .ylaRFm 
R++D++g+ P e +++L lGl+g+ vPEeyGG+G +++ + + 
* -62112- ^ 85 RKIDQEGKIP- - D E T L E KL KS LG LFG LQ V PEE YGG LG F S n t MY S - - - 126 



62112 



LHAQVaalviEElarvcAstgvilsvhssLgqnpilkfGseEQKkkyLpq 
+ E+ ++s v+l++h ++g+ +i+ +G+eEQK+kyLp+ 
127 RLGEI ISMDGSITVTLAAHQAIGLKGI ILAGTEEQKAKYLPK 168 



62112 



ltsGdliga<- * 
l+sG++i+a 
169 LASGEHIAA 177 



Acyl-CoA_dh_M: 



62112 



domain 1 of 1, from 179 to 286: score 153.0, E = 3.5e-42 
* - >AlTEPgAGSDvgSlkTtAekkEGd . . dyiLNGsKmWITNGgqAdwyi 
+1TEP +GSD++S++ +A+ d+++yiLNGsK+WITNGg A++++ 
179 CLTE PASGSDAAS I RSRATLS - EDkkHY I LNGS KVW I TNGGLANI FT 224 



62112 



VlAvT. . . DpakkvpgkkgitaFlVekdtpGf siGkKedKLGlRgSdTcE 
V+A+T+ D + + k itaF+Ve+d+ G++ Gk+edKLG+RgS+TcE 
225 VFAKTe wDSDG - - S VKDKI TAF I VERDFGG VTNGKPEDKLG I RGSNTCE 272 



62112 



LiFEDvrvPesniL< - 
+ FE+ ++P +niL 
2 73 VHFENTKIPVENIL 



286 



Acyl-CoA_dh: domain 1 of 1, from 2 90 to 441: score 152.1, E = 9.6e-42 
* - >GkGFkyamkeLdmeRlviAaqalGlaqgaldeAinYakqRkqFGkpl 
G+GFk+am+ L+ +R+ +++ G1+ + ++ +++Ya RkqF k+1 
62112 2 90 GDGFKVAMNILNSGRFSMGSWAGLLKRLIEMTAEYACTRKQFNKRL 336 
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adf Ql iQf kLAdMa t kLEaaRl 1 vYraAwladr . GedAKEALpt skeaam 
+f liQ+k+A Ma k + + +++Y +A d++G + ++s eaam 

62112 337 S E FGL> I QE KFALMAQKAYVME SMTYLTAGMLDQpG F P DCS I EAAM 381 

AKlfaseaAmqvatdAvQilGGvGYtkdyPveRfyRDAkitqlYEGTsEI 
+K f+seaA q +++A+Q11GG GYt dyP eR +RD +i I EGT+EI 
62112 382 VKVFS S EAAWQCVSEALQ I LGGLGYTRDYP YERI LRDTR I LL I FEGTNE I 431 

qrlvIaRall< - * 
r la + 1 
62112 432 LRMY I ALTGL 441 

sac_deacet: domain 1 of 1, from 432 to 580: score -43.7, E = 1.8 
* - >ddksvyLTFDDGPnAApayTprlLDvLkkhkvkATFFviGsnvkdnP 
+++++LT + ++ + T+r+ + Lk+ kv + G++ +d 
62112 432 LRMY I ALTGLQHAG - -RILTTRI -HELKQAKVSTVMDTVGRRLRD- - 473 

dlarrivkeGHeigNHtwsHPdlt ; tl 

+ r v+ G gNH+ HP 1+++ ++ ++++ +++ ++ + + 
62112 474 -SLGRTVDLG- LTGNHGWHPSLAdsankf eentycf grtvetll Irf GK 521 

taeqirdeiertneaiiqatggatptlf RpPYGewsetvlsasaklGlaa 
t +++ + r+++++i+++g t++l R+ s+s ++G1+ 

62112 522 T I MEEQLVLKRVAN I L I NL YG - MTAVLSRA SRSIRIGLRN 560 

vlWdvDprDWsvragadaivdavlqaa< - * 
+ D v ++ v a+lq+ 

62112 561 H DHEVLLANTFCVEAYLQNL 580 
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Protein Family / Doftin Matches, HMMer on z 

Searching for complete domains in PFAM 

tmqpfasi - search a single seq against: HMM database 

HMMBR 2*1*1 (Dec 1998) 

Copyright (C) 1992-1998 Washington University School of Medicine 
HMMER is freely distributed under the <3*U General Public License (GPL) . 

HMM file: /prod/ddm/se<janal/PFAM/pfain5 .4/Pfam 

Sequence file: /prod/ddm/wspace/orf anal/oa-script . 17193 .seq 

Ott ry: 62112 

Scores for sequence family classification (score includes all domains) : 
Model Description Score E-value N 



Acyl-CoA_dh Acyl -Co A dehydrogenase 399.8 1.8e-116 1 

Polysac_deace t Polysaccharide deacetylase -4 3.7 1 l 

Parsed for domains : 

Model Domain seq-f seq-t hiran-f hmm-t score E-value 



Acyl-CoA_dh 1/1 85 438 29 394 .] 399,8 1.8e-116 

Polysac_deacet 1/1 432 580 1 150 (3 -43.7 1 

Alignments of top-scoring domains: 

Acya-CoA_dh: domain 1 of 1, from 85 to 438: score 399 .8, E = 1.8e-ll€ 

* ->RRvDksgef Plrel ikaLgklGllginvPEeyGGaGad . . ylaRFmL 
R++D++g+ P e +++L lGl+g+ vPEeyGG+G +++ ++ 
62112 85 RKIDQEGKI P -DETLEKLKSLGLFGLQVPEEYGGLGFSn tMYS 126 



Lri HAQVaalviEElarvcAstgvllsvhssI^ojipilrfGseEQkkl<yLpql 
Ixl + E+ ++s v+l++h ++g+ i+ +G+eEQk+kyLp+l 

Hi 62112 127 RLGEZ I SMDGS ITVTLAAHQAIGLKGI ILAGTEEQKAKYLPKL 169 

y 1 tsGdl igaf AlTEPgAGSDvgSikTtAekkEGd . . dyiLNGsKmWITNGg 
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# 

267 GSNTCEVHFENTKI WENILGEVGDGFKVAMNIIjNSGRFSMGSVVAGLLK 316 

a Ald.AinY«,Rk a FGkpl= e fQliQ£|^<i«J'=h I - E «fi;«'^" 1 

^ ^ + + + va RkoF k+1 ef liQ+k+A MA k + + + + + * 
62X12 317 ^^^ScTRSF^SEFGr.IQEKFAI^QKAYVMESMTYI.TA^ 366 

adr . GedAKEA^ptsReAAMAKl f Asei^kvatdAvQi l^vGYtkdyP 
, ~ paam+K f+se+A + +++A+Q1IOG bYC ayr 

367 ^ F ;-----^SIE A ^KVFSSEAAWQCVSE AL QILGGI J GYTRDYP 411 



62112 



62112 



62112 



62112 



veRfyRDAkitqIYEGTsEIQrlvIaR<- 
eR +RD +i I EGT+EI r la 



eR +RD +x 1 tXi-r+^J- J- 
62112 412 YERILRDTRILLIFEGTNEILRMYIAL 

Pol y6 ac_aeace t : <*^ d ^^ 

J 62112 432 i,££i25(a^--MI^ 

JE dlarrivkeGHeigNHtwsHPd.lt 111*11"" + *^ 

(n + r v+ G gNH+ HP 1+++ ++ + +++ + + + + + . * * _„ 

£j 62112 474 -si/SRTVDLG-I^GVVMPSIJ^ankfeentycfgrtv^ 521 

I tae^irdeiertneaiiqatggatptlfRpPY^wsetvlsasaklGl^ 

62112 522 TIMEEQDVI.KRVANILINI.YG-MTAVLSRA SRSIRIGLRN 560 

fS vlWdvDprDWs vragada i vdavlqaa< 



D v ++ v a + lc[+ 

62112 561.H- 



^ — - « -DHETVIjLANTFCVEAYIX^NL. 580 
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TxP expression: 30K array 




H1 25 vector H1 25 p53 
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